GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame_j)lus_p2n model 



Run on: 



August 11, 2006, 22:41:25 



Search time 189.875 Seconds 
(without alignments) 
458.231 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-072-159-1 
31 

1 FXXXXXXXXXXXXXXXXXFXXXXXGXYXFXX 31 



Scoring table: 



BLOSUM62 



Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6.0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0 . 5 
7.0 
7.0 



Searched: 



1403666 seqs, 935554401 residues 



Total number of hits satisfying chosen parameters: 



2807332 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Command line parameters: 
-MODEL=f rame+_p2n . model -DEV=xlh 

-Q=/abss/ABSSWEB_spool/US10072159/runat_10082 006_16164 5_2 332 0/app_query . fasta 
-DB=Issued_Patents_NA -QFMT=fastap -SUFFIX=p2n. mi -MINMATCH=0 . 1 -LOOPCL=0 
-LOOPEXT=0 -UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 -TRANS = human 4 0 . cdi 
-LIST=1000 -DOCALIGN=200 -THR_SCORE=pct -THR_MAX=10 0 -THR_MIN=0 -ALIGN=100 
- MODE = LOCAL -0UTFMT=ptO -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 
-HOST=abss08 -USER=US10072159_@CGN_l_l_252_@runat_10082006_16164 5_23 32 0 
-NCPU=6 -ICPU=3 -N0_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 
-DEV_TIMEOUT=120 - WARN JT I ME OUT = 3 0 - THREADS = 1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAPOP= 
-FGAPEXT=7 -YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 

Database : Issued Patents NA:* 



1 : /EMC_Celerra_SIDS3/ptodata/2/ina/l_COMB. seq: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/ina/5_COMB . seq: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/ina/6A_COMB.seq: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/ina/6B_COMB. seq: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/ina/7_COMB . seq : * 

6 : /EMC_Celerra_SIDS3/ptodata/2/ina/H_COMB . seq : * 

7 : /EMC_Celerra_SIDS3/ptodata/2/ina/PCTUS_COMB . seq : * 

8 : /EMC_Celerra_SIDS3/ptodata/2/ina/PP_COMB.seq: * 

9 : /EMC_Celerra_SIDS3/ptodata/2/ina/RE_COMB . seq : * 

10 : /EMC_Celerra_SIDS3/ptodata/2/ina/backf ilesl . seq : * 



Pred. No. is the number of results predicted by chance to have a 



score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 





No . 


Score 


Match Length DB 


ID 








Description 


Q 


1 


23 


74 


.2 


758 


5 


us - 


09- 


974 


-300-2197 


Sequence 


2197, Ap 




2 


23 


74 


.2 


888 


3 


us - 


09- 


937 


- R62B-23 


Sequence 


23, Appl 




3 


23 


74 


.2 


1206 


3 


us - 


09- 


543 


\j 0 in j. x j j 


Sequence 


1133, Ap 




4 


23 


74 


.2 


2101 


4 


US- 


10- 

X V 


094 
\j j 1 


-749-1399 


Sequence 


1399, Ap 


Q 


5 


23 


74 


.2 


3219 


3 


w 0 


09- 

\J y 


O -L *1 


-991 A-470 


Sequence 


470, App 


Q 




22 


71 


.0 


377 


3 


w <j 


09- 

\J y 


62 1 


-976-11 394 


Sequence 


11394, A 


Q 


7 


22 


71 


. 0 


505 


3 


us - 


09- 


533 


-559-1234 


Sequence 


1234, Ap 


c 


8 


22 


71 


. 0 


525 


3 


US - 


09- 


94 9 


-016-54 12 


Sequence 


5412, Ap 




9 


22 


71 


. 0 


601 


3 


us - 


09- 


949 


-016-48909 

\S J~ \J T u y V > 


Sequence 


48909, A 




10 


22 


71 , 


. 0 


601 


3 


us - 


09- 


94 9 


-016-48 910 

v x w t u j 1 u 


Sequence 


48910, A 




11 


22 


71 


, 0 


601 


3 


us - 


09- 


949 


-016-49081 


Sequence 


49081, A 




12 


22 


71 


. 0 


601 


3 


us - 


09- 


949 


-016-49089 


Sequence 


49082, A 




1 3 


99 


71 


.0 


601 


3 


11°. - 


09- 

\s y 


94 9 


-01 6 -499R3 


Sequence 


49253, A 




14 


99 


71 


.0 


601 


3 


TTO - 
w 0 


09- 
\j y 


94 9 


-01 6 -499R4 


Sequence 


49254, A 




15 


22 


71 


.0 


601 


3 


US - 


09- 


94 9 


-01 6 -4949 9 


Sequence 


49429, A 




16 


22 


71, 


.0 


601 


3 


us - 


09 - 


94 9 


-01 6 -4943 0 


Sequence 


49430, A 


c 


17 


22 


71 , 


.0 


601 


3 


us - 


09- 


94 9 


-01 6-151901 

WXw X _3 X Z W X 


Sequence 


151201, 




1 R 


22 


71 


. 0 


601 


3 


TTQ _ 

w 0 


09- 
\j y 


94 9 


-016-160930 


Sequence 


160930, 


c 

\_ 


1 9 
j. y 


99 


71 


.0 


601 


3 


wo 


09- 
\j y 


94 9 


-01 6-1 77580 

WXO X / / J O \J 


Sequence 


177580, 




2 0 


22 


71 


. 0 


700 


3 


us - 


0 9- 


73 5 


-271-217 


Sequence 


217, App 


Q 


2 1 


22 


71 


. 0 


714 


3 


us - 


09 - 


270 


-767-34 38 


Sequence 


3438, Ap 




9 9 


9 9 


71 


. 0 


714 


3 


wo 


09 - 
\j y 


970 


-767-1 R79 0 


Sequence 


18720, A 


Q 


23 


22 


71 


. 0 


726 


3 


us - 


09- 


533 


-559-5611 


Sequence 


5611, Ap 


r~* 
\- 




99 


71 


. 0 


794 


3 


wo 


0 9- 
u y 


R "X ^ 


J J J D J -7 O 


Sequence 


6598, Ap 




9 5 


99 


71 , 


.0 


801 


3 


wo 


0 9- 
v y 


252 


-991 A - 1 4 7 5 


Sequence 


1475, Ap 




96 


22 


71 


.0 


801 


3 


119- 
wo 


09- 


710 


-97 9-9065 


Sequence 


2065, Ap 




97 


22 


71 


.0 


807 


3 


us - 


09- 


252 


- 991 A- 1 709 


Sequence 


1702, Ap 




9 R 


22 


71 


.0 


879 


3 


us - 


09- 


134 


-001 P-l 305 


Sequence 


1305, Ap 




9 Q 


99 


71 


.0 


918 


3 


TTP _ 

wo 


09- 

V y 


O O 


-359-1 943 


Sequence 


1943, Ap 




30 


22 


71 


.0 


1083 


3 


us - 


09- 


270 


-767-6118 

/ 0 / W X X 0 


Sequence 


6118, Ap 




7 1 

•3 X 


99 


71 , 


.0 


1083 


3 


wo 


0 9- 


970 


-767-91 400 


Sequence 


21400, A 


t- 


39 


9 9 


71 


.0 


1178 


3 


wo 


09 - 


970 


- 767 - 9 9091 


Sequence 


29091, A 


C 


3 3 


99 


71 , 


.0 


1215 


3 


wo 


OR - 


9^9 


_ Q Q Q _ -3 

0 y y j 


Sequence 


3, Appli 




7 4 


9 9 


71 


. 0 


1215 


3 


TTQ _ 
WO 


09 - 


19 fl 
j z 0 


-359 -4056 


Sequence 


4056, Ap 


r— 


7 5 


99 


71 


.0 


1332 


3 


TTO _ 
W O 


OR - 


9R9 

-7 U Z 


-899-1 
0 y y x 


Sequence 


1, Appli 


c 


J D 


9 9 


71 


.0 


1479 


3 


TTO _ 
WO 


09 - 


94 R 


-796A-469 1 


Sequence 


4621, Ap 




7 7 


99 


71 


.0 


1485 


2 


TTO - 
W O 


07 - 


709 


-771-2 


Sequence 


2, Appli 


c 


38 


22 


71 


.0 


1485 


2 


us- 


08- 


438 


-883-2 


Sequence 


2, Appli 


c 


39 


22 


71 


.0 


1485 


2 


us- 


08- 


741 


-599-2 


Sequence 


2, Appli 


c 


40 


22 


71 


.0 


1514 


3 


us- 


08- 


675 


-816-1 


Sequence 


1, Appli 




41 


22 


71 


.0 


1530 


3 


us- 


09- 


248 


-796A-5928 


Sequence 


5928, Ap 




42 


22 


71 


.0 


2069 


3 


us- 


09- 


276 


-438-8 


Sequence 


8, Appli 


c 


43 


22 


71 


.0 


2103 


3 


us- 


09- 


270 


-767-13179 


Sequence 


13179, A 


c 


44 


22 


71 


.0 


2229 


3 


us- 


10- 


104 


-047-450 


Sequence 


450, App 


c 


45 


22 


71 


.0 


2312 


2 


us- 


07- 


736 


-178C-1 


Sequence 


1, Appli 


c 


46 


22 


71 


.0 


2685 


2 


us- 


08- 


935 


-450-5 


Sequence 


5, Appli 


c 


47 


22 


71 


.0 


2685 


3 


us- 


09- 


338 


-123-5 


Sequence 


5, Appli 


c 


48 


22 


71 


.0 


3191 


3 


us- 


08- 


675 


-816-3 


Sequence 


3, Appli 




49 


22 


71 


.0 


4043 


3 


us- 


09- 


710 


-279-3354 


Sequence 


3354, Ap 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



August 11, 2006, 08:01:40 ; Search time 34.875 Seconds 

(without alignments) 
77.805 Million cell updates/sec 

US-10-072-159-1 
31 

1 FXXXXXXXXXXXXXXXXXFXXXXXGXYXFXX 31 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 650591 seqs, 87530628 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



650591 



Post-processing : 



Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



Database 



Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3 

2 : /EMC_Celerra_SIDS3 

3 : /EMC_Celerra_SIDS3 

4 : /EMC_Celerra_SIDS3 

5 : /EMC_Celerra_SIDS3 

6 : /EMC_Celerra_SIDS3 

7: /EMC Celerra_SIDS3 



/ptodat a/ 2 / iaa/ 5_COMB . pep : * 
/ptodata/ 2 / iaa/ 6_COMB . pep : * 
/ptodata/2/iaa/7_COMB . pep : * 
/ptodata/2/iaa/H_COMB . pep : * 
/ptodata/2/iaa/ PCTUS_COMB .pep:* 
/ptodata/2/iaa/RE_C0MB .pep : * 
/ptodata/2/iaa/backf ilesl .pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 

Match Length DB 


ID 








Description 


1 


22 


71. 0 


266 


2 


US- 


09 


-710 


-279-2066 


Sequence 2066, Ap 


2 


22 


71 . 0 


268 


2 


US- 


09 


-252 


-991A-18273 


Sequence 18273, A 


3 


22 


71.0 


292 


2 


US- 


09 


-134 


-001C-4142 


Sequence 414 2, Ap 


4 


22 


71 . 0 


305 


2 


US- 


09 


-328 


-352-6069 


Sequence 6069, Ap 


5 


22 


71.0 


404 


2 


us- 


09 


-328 


-352-8182 


Sequence 8182, Ap 


6 


21 


67. 7 


156 


2 


US- 


09 


-198 


-452A-698 


Sequence 6 98, App 


7 


21 


67.7 


156 


2 


US- 


09 


-438 


-185A-662 


Sequence 662, App 


8 


21 


67. 7 


201 


1 


US- 


08 


-801 


-740-6 


Sequence 6, Appli 


9 


21 


67.7 


201 


1 


us- 


08 


-801 


-740-7 


Sequence 7 , Appli 


10 


21 


67.7 


201 


2 


us- 


08 


-801 


-740-6 


Sequence 6, Appli 



11 


21 


67 


. 7 


201 


2 


US- 


08- 


801 


-740-7 


Sequence 


1, Appli 


12 


21 


67 


. 7 


252 


2 


us- 


09- 


252 


-991A-30813 


Sequence 


30813, A 


13 


21 


67 


. 7 


270 


2 


US- 


09- 


902 


-540-13092 


Sequence 


13092, A 


14 


21 


67 


. 7 


450 


2 


us- 


09- 


489 


-039A-10052 


Sequence 


10052, A 


15 


21 


67 


. 7 


1233 


2 


US- 


09- 


134 


-000C-4971 


Sequence 


4971, Ap 


16 


21 


67 


. 7 


1416 


2 


US- 


09- 


071 


-035-404 


Sequence 


404, 


App 


17 


21 


67 


. 7 


1416 


2 


US- 


10- 


206 


-576-404 


Sequence 


404, 


App 


18 


21 


67 


. 7 


1448 


2 


us- 


09- 


071 


-035-402 


Sequence 


402, 


App 


19 


21 


67 


. 7 


1448 


2 


us- 


10- 


206 


-576-402 


Sequence 


402, 


App 


20 


20 


64 


. 5 


63 


1 


US- 


08- 


637 


-759B-501 


Sequence 


501, 


App 


21 


20 


64 


. 5 


63 


2 


us- 


08- 


871 


-355A-501 


Sequence 


501, 


App 


22 


20 


64 


. 5 


63 


2 


us- 


09- 


201 


-945-501 


Sequence 


501, 


App 


23 


20 


64 


. 5 


63 


2 


us- 


09- 


714 


-602-501 


Sequence 


501, 


App 


24 


20 


64 


. 5 


86 


2 


us- 


09- 


178 


-093B-34 


Sequence 


34, 


Appl 


25 


20 


64 


. 5 


110 


2 


us- 


09- 


270 


-767-44692 


Sequence 


44692, A 


26 


20 


64 


. 5 


142 


1 


US- 


08- 


997 


-080-47 


Sequence 


47, 


Appl 


27 


20 


64 


. 5 


142 


1 


us- 


08- 


997 


-362-47 


Sequence 


47, 


Appl 


28 


20 


64 


. 5 


142 


2 


us- 


08- 


873 


-970-47 


Sequence 


47, 


Appl 


29 


20 


64 


. 5 


142 


2 


us- 


09- 


095 


-855-47 


Sequence 


47, 


Appl 


30 


20 


64 


, 5 


142 


2 


us- 


08 - 


705 


-347A-47 


Sequence 


47, 


Appl 


3 1 


20 


64 


. 5 


142 


2 


US- 


09- 


324 


-542-47 


Sequence 


47, 


Appl 


32 


20 


64 


. 5 


142 


2 


us- 


09- 


205 


-426-47 


Sequence 


47, 


Appl 


33 


20 


64 


. 5 


142 


2 


us- 


09- 


200 


-643-47 


Sequence 


47, 


Appl 


34 


20 


64 


. 5 


143 


2 


us- 


08- 


685 


-808-2 


Sequence 


2, Appli 


35 


20 


64 


. 5 


143 


2 


us- 


08- 


505 


-860C-2 


Sequence 


2, Appli 


36 


20 


64 


. 5 


162 


1 


us- 


08- 


606 


-143-44 


Sequence 


44, 


Appl 


37 


20 


64 


. 5 


226 


2 


us- 


09- 


270 


-767-44619 


Sequence 


44619, A 


38 


20 


64 


. 5 


229 


2 


us- 


09- 


270 


-767-56999 


Sequence 


56999, A 


3 9 


20 


64 


. 5 


312 


2 


us - 


09- 


543 


-681A-5883 


Sequence 


5883, Ap 


4 0 


20 


64 


. 5 


329 


2 


us - 


09- 


248 


-796A-16263 


Sequence 


16263, A 


4 1 


20 


64 


. 5 


336 


2 


us - 


08 - 


987 


-691A-5 


Sequence 


5, Appli 


42 


20 


64 


. 5 


4 08 


2 


us - 


09- 


252 


-991A-33131 


Sequence 


33131, A 


43 


20 


64 


. 5 


421 


2 


us - 


10- 


012 


-231A-234 


Sequence 


234, 


App 


44 


20 


64 


. 5 


421 


2 


us- 


10- 


015 


-389A-234 


Sequence 


234, 


App 


45 


20 


64 


. 5 


421 


2 


US- 


10- 


006 


-768A-234 


Sequence 


234, 


App 


46 


20 


64 


. 5 


421 


2 


us- 


10- 


015 


-671A-234 


Sequence 


234, 


App 


47 


20 


64 


. 5 


421 


2 


us- 


10- 


015 


-393A-234 


Sequence 


234, 


App 


48 


20 


64 


. 5 


421 


2 


us- 


10- 


011 


-833A-234 


Sequence 


234, 


App 


49 


20 


64 


. 5 


421 


2 


us- 


10- 


006 


-041A-234 


Sequence 


234, 


App 






64 


• j 


421 


2 


US- 


10- 


012 


-064A-234 


Sequence 


234, 


App 


c i 




64 


. 5 


421 


2 


US- 


10- 


015 


-392A-234 


Sequence 


234, 


App 






64 


c; 

• j 


421 


3 


us - 


10- 


011 


-795B-234 


Sequence 


234, 


App 






64 


c; 
. j 


421 


3 


us - 


10 - 


015 


- 386A-234 


Sequence 


234, 


App 






64 


c; 
. j 


421 


3 


us - 


10 - 


012 


- 121A-234 


Sequence 


234, 


App 






64 


c: 


4 21 


3 


us - 


10 - 


006 


-485A-234 


Sequence 


234, 


App 


R6 




64 


• -j 


421 


3 


us - 


10- 


006 


-746A-234 


Sequence 


234, 


App 


—J / 


2 0 


64 


. 5 


421 


3 


us - 


10- 


012 


-752A-234 


Sequence 


234, 


App 


s ft 


2 0 


64 


. j 


421 


3 


us - 


10- 


017 


-253A-234 


Sequence 


234, 


App 




2 0 


64 


m 5 


421 


3 


us - 


10- 


015 


-519A-234 


Sequence 


234, 


App 


60 




64 


5 
• -j 


421 


3 


us - 


10- 


015 


-715A-234 


Sequence 


234, 


App 


61 


20 


64 


. 5 


421 


3 


us- 


10- 


007 


-236A-234 


Sequence 


234, 


App 


62 


20 


64 


.5 


429 


2 


us- 


09- 


922 


-501-10 


Sequence 


10, 


Appl 


63 


20 


64 


.5 


448 


2 


us- 


09- 


361 


-443-4 


Sequence 


4, Appli 


64 


20 


64 


.5 


451 


2 


us- 


09- 


902 


-540-15200 


Sequence 


15200, A 


65 


20 


64 


.5 


462 


2 


us- 


09- 


583 


-110-3587 


Sequence 


3587, Ap 


66 


20 


64 


. 5 


467 


2 


us- 


09- 


361 


-443-2 


Sequence 


2, Appli 


67 


20 


64 


.5 


469 


2 


us- 


09- 


198 


-452A-793 


Sequence 


793, 


App 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 



Run on: August 11, 2006, 08:18:16 ; Search time 195.3 Seconds 

(without alignments) 
73.526 Million cell updates/sec 



Title: US- 10-072 -159-1 

Perfect score: 31 



Sequence : 



1 FXXXXXXXXXXXXXXXXXFXXXXXGXYXFXX 31 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2097797 seqs, 463214858 residues 

Total number of hits satisfying chosen parameters: 



2097797 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



Database : Published_Applications_AA_Main : * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB.pep: * 

2 : /EMC_CelerraJSIDS3/ptodata/2/pubpaa/US08_PUBCOMB.pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB.pep: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB . pep : * 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB .pep : * 

6 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBCOMB.pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


22 


71, 


0 


119 


4 


us- 


10 


-434 


-156 


-17 


Sequence 


17, Appl 


2 


22 


71. 


0 


136 


4 


US- 


10 


-434 


-156 


-22 


Sequence 


22, Appl 


3 


22 


71 


0 


163 


3 


US- 


09 


-030 


-847 


-2 


Sequence 


2, Appli 


4 


22 


71 


0 


163 


4 


US- 


10 


-215 


-088 


-2 


Sequence 


2, Appli 


5 


22 


71 


0 


163 


4 


US- 


10 


-775 


-165 


-2 


Sequence 


2, Appli 


6 


22 


71 


0 


215 


3 


US- 


09 


-030 


-847 


-4 


Sequence 


4, Appli 


7 


22 


71 


0 


215 


4 


us- 


10 


-215 


-088 


-4 


Sequence 


4, Appli 


8 


22 


71 


0 


215 


4 


us- 


10 


-170 


-385 


-289 


Sequence 


289, App 


9 


22 


71 


0 


215 


4 


us- 


10 


-775 


-165 


-4 


Sequence 


4, Appli 


10 


22 


71 


0 


219 


4 


us- 


10 


-276 


-774 


-2150 


Sequence 


2150, Ap 


11 


22 


71 


0 


266 


5 


us- 


10 


-793 


-626 


-2066 


Sequence 


2066, Ap 



12 


22 


71 


. 0 


278 


5 


us- 


10 


-732 


-923-858 


Sequence 


858 Add 


13 


22 


71 


. 0 


292 


4 


us- 


10 


-724 


-972A-4167 


Sequence 


4167, Ap 


14 


22 


71 


. 0 


296 


4 


us- 


10 


-282 


-122A-67003 


Seouence 


67003. A 


15 


22 


71 


. 0 


302 


4 


US- 


10 


-282 


-122A-77397 


Sequence 


77397, A 


16 


22 


71 


. 0 


374 


4 


US- 


10 


-437 


-963-159816 


Seauence 


159816 , 


17 


22 


71 


. 0 


440 


6 


US- 


11 


-087 


-099-5856 


Seouence 


5 8 56 Ad 


18 


22 


71 


. 0 


636 


4 


us- 


10 


-425 


-114-68352 


Sequence 


68352. A 


19 


22 


71 


. 0 


636 


4 


us- 


10 


-425 


-115-274242 


Sequence 


274242 . 


20 


22 


71 


. 0 


1421 


4 


us- 


10 


-424 


-599-275109 


Sequence 


275109 , 


21 


22 


71 


. 0 


1678 


4 


us- 


10 


-437 


-963-126095 


Secruence 


126095 , 

-X. £u \J \J ~S f 


22 


22 


71 


. 0 


1730 


4 


us- 


10 


-424 


-599-275110 


Sequence 


275110 , 


23 


22 


71 


. 0 


3705 


4 


us - 


10 


-282 


-122A-77944 


Sequence 


77944, A 


24 


21 


67 


. 7 


53 


4 


us- 


10 


-029 


-386-29069 


Sequence 


29069, A 


25 


21 


67 


. 7 


71 


4 


us- 


10 


-425 


-115-272794 


Sequence 


272794 , 


26 


21 


67 


. 7 


71 


4 


us- 


10 


-425 


-115-279228 


Sequence 


279228 , 


27 


21 


67 


. 7 


79 


4 


us- 


10 


-424 


-599-240256 


Sequence 


240256 , 


28 


21 


67 


. 7 


83 


4 


us- 


10 


-424 


-599-168732 


Sequence 


168732 , 


29 


21 


67 


. 7 


100 


4 


us- 


10 


-425 


-115-364312 


Sequence 


364312 , 


30 


21 


67 


. 7 


107 


6 


us- 


11 


-096 


-568A-16598 


Seauence 


16598. A 


31 


21 


67 


. 7 


128 


4 


us - 


10 


-466 


-242 -51 


Sequence 


51 AddI 


32 


2 1 


67 


. 7 


131 


4 


us - 


10 


-767 


-701-42874 


Secruence 


42874 A 


33 


21 


67 


, 7 


150 


4 


us - 


10 


-437 


-963-154089 


Seauence 


154089 , 


34 


21 


67 


. 7 


156 


4 


us- 


10 


-289 


-762-698 


Seauence 


698. Add 


35 


21 


67 


. 7 


156 


4 


us- 


10 


-282 


-122A-54708 


Sequence 


54708, A 


36 


21 


67 


. 7 


156 


4 


us- 


10 


-425 


-115-333955 


Sequence 


333955 , 


37 


21 


67 


. 7 


158 


4 


us- 


10 


-425 


-115-333946 


Sequence 


333946, 


38 


21 


67 


. 7 


158 


6 


us- 


11 


-096 


-568A-16597 


Sequence 


16597, A 


39 


21 


67 


. 7 


165 


4 


us- 


10 


-425 


-114-44317 


Sequence 


44317, A 


40 


21 


67 


. 7 


201 


3 


us- 


09 


-833 


-245-2073 


Sequence 


2 073, Ap 


41 


21 


67 


. 7 


201 


3 


us- 


09 


-833 


-245-2075 


Seauence 


2075, Ap 


42 


21 


67 


. 7 


201 


3 


us- 


09 


-833 


-245-2076 


Sequence 


2 076, Ap 


43 


21 


67 


. 7 


201 


4 


us- 


10 


-039 


-865-6 


Sequence 


6 , App 1 i 


44 


2 1 


67 


. 7 


201 


4 


us - 


10 


-03 9 


-865-7 


Sequence 


7 , App 1 i 


45 


21 


67 


. 7 


201 


4 


us- 


10 


-060 


-255-59 


Seauence 


59, Appl 


46 


2 1 


67 


. 7 


201 


4 


us - 


10 


-060 


-255-68 


Sequence 


6 8 , App 1 


47 


2 1 


67 


. 7 


201 


4 


us - 


10 


-060 


-255-69 


Sequence 


6 9 , App 1 


48 


21 


67 


. 7 


201 


4 


US- 


10 


-408 


-765A-717 


Sequence 


717, App 


49 


21 


67 


. 7 


201 


5 


us- 


10 


-881 


-088-59 


Sequence 


59, Appl 


50 


21 


67 


. 7 


201 


5 


us- 


10 


-881 


-088-68 


Sequence 


68, Appl 


51 


21 


67 


. 7 


201 


5 


us- 


10 


-881 


-088-69 


Sequence 


6 9 . Add 1 


52 


21 


67 


. 7 


201 


5 


us- 


10 


-287 


-436A-456 


Sequence 


4 56, App 


53 


21 


67 


. 7 


201 


5 


us- 


10 


-287 


-436A-1258 


Sequence 


1258, Ap 


54 


21 


67 


. 7 


201 


6 


us- 


11 


-264 


-096-2073 


Sequence 


2 073, Ap 


55 


21 


67 


. 7 


201 


6 


us - 


11 


-264 


-096-2075 


Seauence 


2 075, Ap 


56 


21 


67 


t 7 


201 




us - 


11 


-264 


-096-2076 


Seauence 


2 076. Ad 


57 


2 1 


67 


. 7 


208 


4 


us - 


10 


-425 


-115-321090 


Seauence 


321090 , 


58 


2 1 


67 


. 7 


210 


4 


us - 


10 


-335 


-977-5883 


Seauence 


5 883, Ap 


59 


2 1 


67 


, 7 


210 


4 


us - 


10 


-335 


-977-5884 


Seauence 


5884. Ad 


60 


2 1 


67 


, 7 


215 


4 


us - 


10 


-335 


-977-5885 


Seauence 


58 85. Ad 


61 


2 1 


67 


. 7 


233 


4 


us - 


10 


-424 


-599-165427 


Seauence 


165427 , 


62 


21 


67 


. 7 


238 


4 


us- 


10 


-282 


-122A-58562 


Sequence 


58562, A 


63 


21 


67 


.7 


271 


5 


us- 


10 


-667 


-295-98 


Sequence 


98, Appl 


64 


21 


67 


.7 


277 


4 


us- 


10 


-225 


-066A-370 


Sequence 


370, App 


65 


21 


67 


.7 


277 


4 


us- 


10 


-374 


-780A-2724 


Sequence 


2724, Ap 


66 


21 


67 


.7 


277 


5 


us- 


10 


-732 


-923-5393 


Sequence 


5393, Ap 


67 


21 


67 


.7 


277 


5 


us- 


10 


-225 


-066A-370 


Sequence 


370, App 


68 


21 


67 


. 7 


277 


5 


us- 


10 


-667 


-295-97 


Sequence 


97, Appl 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame_jplus _j?2n model 

Run on: August 11, 2006, 22:56:56 ; Search time 151 Seconds 

(without alignments) 
2416.333 Million cell updates/sec 

Title: US- 10 -072 -159-11 

Perfect score: 708 

Sequence: 1 FSVGLETYVTIPNMPIRFTK YADNDNDSTFTGFLLYHDTN 130 

Scoring table: BLOSUM62 

Xgapop 10.0 , Xgapext 0.5 

Ygapop 10.0 , Ygapext 0.5 

Fgapop 6.0 , Fgapext 7 . 0 

Delop 6.0 , Delext 7.0 

Searched: 1403666 seqs, 935554401 residues 

Total number of hits satisfying chosen parameters: 2807332 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 
-M0DEL=f rame+_p2n .model -DEV=xlh 

-Q=/abss/ABSSWEB_spool/US10072 159/runat_10082 006_16 174 6_24 002/app_query . f asta 

-DB=Issued_Patents_NA -QFMT=fastap -SUFFIX=p2n . rni -MINMATCH=0 . 1 -LOOPCL=0 

-LOOPEXT=0 -UNITS=bitS -START=1 -END=-1 -MATRIX=blosum62 - TRANS = human 4 0 . cdi 

-LIST=45 -DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 

- MODE = LOCAL -OUTFMT=pto -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2 000000000 

-HOST=abss08 -USER=US10072 159_@CGN_l_l_2 04_@runat_10082006_16174 6_24 002 

-NCPU=6 -ICPU=3 -NO_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

- DEV_TIMEOUT= 120 -WARN_TIMEOUT=3 0 - THREADS =1 -XGAPOP=10 - XGAPEXT =0 . 5 - FGAPOP = 

-FGAPEXT=7 -YGAPOP=10 - YGAPEXT=0 . 5 -DELOP=6 -DELEXT=7 



Database 



/EMC_Celerra_SIDS3/ptodata/2/ 
/EMC_Celerra_SIDS3/ptodata/2/ 
/EMC_Celerra_SIDS3/ptodata/2/ 
/EMC_Celerra_SIDS3/ptodata/2/ 
/EMC_Celerra_SIDS3/ptodata/2/ 
/EMC_Celerra_SIDS3/ptodata/2/ 
/EMC_Celerra_SIDS3/ptodata/2/ 
/EMC_Celerra_SIDS3/ptodata/2/ 
/EMC_Celerra_SIDS3/ptodata/2/ 
/EMC_Celerra_SIDS3/ptodata/2 



ina/l_COMB. seq: * 
ina/5_COMB . seq : * 
ina/6A_C0MB . seq : * 
ina/ 6BJZOMB . seq : * 
ina/ 7_COMB . seq : * 
ina/H_COMB.seq: * 
ina/PCTUS_COMB . seq : * 
ina/PP_COMB.seq:* 
ina/RE_COMB . seq : * 
/ina/backf ilesl . seq: * 



Pred. No. is the number of results predicted by chance to have a 



score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 



No. 


Score 


Match Length 


DB 


ID 








Description 




1 


708 


100 


.0 


1313 


2 


US- 


08 


-463 


-911-6 


Sequence 


6, 


AddH 


2 


708 


100 


.0 


4517 


3 


us- 


09 


-14 0 


-804-9 


Sequence 


9, 


AddH 


3 


708 


100 


.0 


4517 


3 


US- 


09 


-686 


-838B-9 


Sequence 


9, 


AddH 


4 


708 


100 


.0 


4517 


3 


US- 


09 


-776 


-976-5 


Sequence 


5, 


AddH 


5 


708 


100 


.0 


4517 


3 


US- 


09 


-909 


-547-5 


Sequence 


5, 


AddH 


6 


708 


100 


.0 


4517 


4 


US- 


10 


-231 


-814-5 


Sequence 


5, 


AddH 


7 


708 


100 


.0 


4517 


4 


us - 


10 


-285 


-833-5 


Sequence 


5, 


AddH 


8 


708 


100 


.0 


4545 


3 


US- 


09 


-569 


-852B-5 


Sequence 


5, 


AddH 

"r r 


9 


708 


100 


.0 


20966 


3 


us- 


09 


-776 


-976-7 


Sequence 


7, 


AddH 


10 


708 


100 


.0 


20966 


3 


US- 


09 


-909 


-547-7 


Sequence 


7, 


AddH 

"rr **• 


11 


708 


100 


.0 


20966 


3 


US- 


09 


-569 


-852B-1 


Sequence 


1, 


AddH 


12 


708 


100 


.0 


20966 


4 


US- 


10 


-231 


-814-7 


Sequence 


7 , 


AddH 

"rr ■* ■*■ 


13 


708 


100 


.0 


20966 


4 


US- 


10 


-285 


-833-7 


Sequence 


7, 


AddH 

"r r ■*■ 


14 


655 


92 


.5 


1276 


2 


us- 


08 


-463 


-911-1 


Sequence 


1, 


AddH 

"rr * 


15 


655 


92 


.5 


1276 


3 


us- 


09 


-776 


-976-3 


Sequence 


3, 


AddH 


16 


655 


92 


.5 


1276 


3 


us- 


09 


-909 


-547-3 


Sequence 


3, 


AddH 

"rr 


17 


655 


92 


. 5 


1276 


4 


US- 


10 


-231 


-814-3 


Sequence 


3, 


Appli 


18 


655 


92 


.5 


1276 


4 


US- 


10 


-285 


-833-3 


Sequence 


3, 


Appli 


19 


645 


91 


. 1 


1152 


3 


US- 


09 


-776 


-976-1 


Sequence 


1, 


Appli 


2 0 


645 


91 


. 1 


1152 


3 


us - 


09 


-909 


-547-1 


Sequence 


1, 


Appli 


21 


645 


91 


. 1 


1152 


4 


US- 


10 


-231 


-814-1 


Sequence 


1, 


Appli 


22 


645 


91 


. 1 


1152 


4 


us- 


10 


-285 


-833-1 


Sequence 


1, 


Appli 


23 


287 


. 5 


40 


.6 


3167 


3 


us- 


09 


-949 


-001-7 


Sequence 


7, 


Appli 


24 


287 


. 5 


40 


.6 


3198 


3 


us - 


09 


-949 


-001-2 


Sequence 


2, 


Appli 


25 


287 


.5 


40 


.6 


10544 


3 


us - 


09 


-949 


-001-28 


Sequence 


28, 


Appl 


96 


287 


.5 


40 


.6 


10544 


3 


us - 


09 


-949 


-001-33 


Sequence 


33, 


Appl 


97 


280 


.5 


39 


.6 


486 


3 


us - 


09 


-415 


-551-1 


Sequence 


1, 


Appli 


9R 


280 


.5 


39 


.6 


486 


3 


us- 


09 


-975 


-607A-1 


Sequence 


1, 


Appli 




270 


.5 


38 


.2 


2235 


3 


us- 


09 


-949 


-016-3736 


Sequence 


3736, Ap 


-J V 


270 


.5 


38 


.2 


2487 


3 


us- 


09 


-620 


-312D- 160 


Sequence 


160, App 


J J- 


270 


.5 


38 


.2 


9455 


3 


us- 


09 


-949 


-016-15478 


Sequence 


15478, A 


^9 


266 


. 5 


37 


.6 


1052 


3 


us- 


09 


-312 


-283C-358 


Sequence 


358, App 


33 


266 


. 5 


37 


.6 


1107 


3 


us- 


09 


-188 


-930-217 


Sequence 


217, App 


34 


266 


. 5 


37 


.6 


1107 


3 


us- 


09 


-312 


-283C-217 


Sequence 


217, App 


35 


265 


. 5 


37 


. 5 


1161 


3 


us- 


09 


-552 


-204A-1 


Sequence 


1, 


Appli 


36 


265 


. 5 


37 


.5 


1161 


3 


us- 


10 


-621 


-787-1 


Sequence 


1, 


Appli 


37 


265 


.5 


37 


.5 


1178 


5 


us- 


10 


-162 


-335-29 


Sequence 


29, 


, Appl 


38 


264 


37 


.3 


1839 


2 


us- 


08 


-383 


-744-1 


Sequence 


1, 


Appli 


39 


264 


37 


.3 


1839 


2 


us- 


08 


-999 


-336-1 


Sequence 


1, 


Appli 


40 


264 


37 


.3 


1839 


7 


PCT-US96- 


01427-1 


Sequence 


1, 


Appli 


41 


254 


.5 


35 


.9 


4908 


3 


us- 


10 


-001 


-887-33 


Sequence 


33, 


, Appl 


42 


252 


.5 


35 


.7 


459 


3 


us- 


09 


-415 


-551-2 


Sequence 


2, 


Appli 


43 


252 


.5 


35 


.7 


459 


3 


us- 


09 


-975 


-607A-2 


Sequence 


2, 


Appli 


44 


248 


.5 


35 


.1 


729 


3 


us- 


09 


-336 


-536-9 


Sequence 


9, 


Appli 


45 


248 


.5 


35 


.1 


1263 


3 


us- 


09 


-336 


-536-8 


Sequence 


8, 


Appli 



ALIGNMENTS 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 

Run on: August 11, 2006, 23:26:35 ; Search time 174 Seconds 

(without alignments) 
1779.740 Million cell updates/sec 



Title: US-10-072 -159-11 

Perfect score: 708 

Sequence: 1 FSVGLETYVTIPNMPIRFTK YADNDNDSTFTGFLLYHDTN 130 



Scoring table: BL0SUM62 

Xgapop 10.0 , Xgapext 0.5 

Ygapop 10.0 , Ygapext 0.5 

Fgapop 6.0 , Fgapext 7 . 0 

Delop 6.0 , Delext 7.0 



Searched : 



2200221 seqs, 794037843 residues 



Total number of hits satisfying chosen parameters: 



4400442 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Command line parameters: 

- MODEL=f rame +_j?2 n . mode 1 - DEV=xlh 

-Q=/abss/ABSSWEB__spool/US10072159/runat - 10082 006_161754_2414 5/app_query. fasta_l 
-DB=Published_Applications_NA_New -QFMT=fastap -SUFFIX=p2n . rnpbn -MINMATCH=0 . 1 
-LOOPCL=0 -LOOPEXT=0 -UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 
-TRANS=human4 0 . cdi -LIST=45 -D0CALIGN=2 00 -THR_SCORE=pct -THR_MAX=100 
-THR_MIN=0 -ALIGN=15 - MODE = LOCAL -OUTFMT=pto -NORM=ext -HEAPSIZE= 5 00 -MINLEN=0 
-MAXLEN=2000000000 -HOST=abss07 

-USER=US 1007215 9_@CGN_1_1_2 0 8_@runa t_l 00 82 00 6_1 6175 4_2 4145 - NCPU= 6 - ICPU=3 
-N0_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG -DEV_TIMEOUT=12 0 
-WARN_TIMEOUT=3 0 - THREADS =1 -XGAPOP=10 -XGAPEXT=0.5 -FGAPOP=6 -FGAPEXT=7 
-YGAPOP=10 -YGAPEXT^O.5 -DELOP=6 -DELEXT=7 



Database : Published_Applications_NA_New : * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US09_NEW_PUB . seq : * 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US06JtfEW_PUB. seq:* 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US07_NEW_PUB.seq: * 

4 : /EMC_CelerrajSIDS3/ptodata/2/pubpna/US08_NEW_PUB.seq: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/PCT_NEW_PUB. seq: * 

6 : /EMCJ?elerra_SIDS3/ptodata/2/pubpna/US10_NEW_PUB . seq : * 

7 : / EMC_Ce 1 er r a_S IDS 3 /ptoda t a/ 2 /pubpna/US 1 1_NEW_PUB . seq : * 

8 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/USll_NEW_PUB . seql : * 

9 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/USll_NEW_PUB . seq2 : * 
10 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US60_NEW_PUB. seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 





No . 


Score 


Match 


Length DB 


ID 








Description 




1 


708 


100. 


, 0 


735 


6 


US- 


10 


-514 


-715-1 


Sequence 


1, Appli 




2 


708 


100, 


, 0 


819 


8 


US- 


11 


-297 


-169-1 


Sequence 


1, Appli 




3 


708 


100. 


, 0 


4537 


8 


US- 


11 


-266 


-748A-22339 


Sequence 


22339, A 




4 


708 


100. 


, 0 


4545 


9 


US- 


11 


-390 


-954-5 


Sequence 


5, Appli 




5 


708 


100. 


, 0 


20966 


9 


us- 


11 


-390 


-954-1 


Sequence 


1, Appli 




6 


655 


92 , 


. 5 


1276 


6 


US- 


10 


-514 


-715-3 


Sequence 


3, Appli 


Q 


7 


512 


72 . 


, 3 


1045 


8 


us- 


11 


-266 


-748A-188848 


Sequence 


188848, 




8 


512 


72 . 


, 3 


1045 


8 


US- 


11 


-266 


-748A-242589 


Sequence 


242589, 




q 


9 R7 
z o / 


c; 


40. 


.6 


2065 


8 


US- 


11 


-266 


- 74 8A- 184 133 


Sequence 


184133, 




1 fi 
x \j 


9 ft 7 
Z O f 


C 


40. 


.6 


2065 


8 


US- 


11 


-266 


-74 8A- 191588 


Sequence 


191588, 




1 1 

X X 


9 ft 7 
z o / 


c 
. D 


40 . 


. 6 


3226 


9 


US- 


11 


-226 


-554 -5 


Sequence 


5, Appli 




1 9 

X Z 


287 


.5 


40. 


. 6 


3226 


9 


US- 


11 


-248 


-718-5 


Sequence 


5, Appli 




1 ^ 

X J 


287 


.5 


40. 


.6 


3285 


8 


IJS- 


11 


-266 


-748A-29083 


Sequence 


29083, A 




1 4 
x *± 


287 


.5 


40 . 


.6 


3285 


8 


us - 


11 


-266 


-748A-56933 


Sequence 


56933, A 




1 R 

X 3 


270 


.5 


38 


.2 


1000 


8 


us - 


11 


-266 


-748A-223037 


Sequence 


223037, 




1 6 

X V 


270 


.5 


38 


.2 


1000 


8 


US- 


11 


-266 


-74 8A-285229 


Sequence 


285229, 


c 

v_- 


1 7 
x / 


270 


.5 


38 


.2 


1000 


8 


us- 


11 


-266 


-748A-336658 


Sequence 


336658, 




1 ft 
X o 


270 


.5 


38 


.2 


1000 


8 


us - 


11 


-266 


-748A-395435 


Sequence 


395435, 




X -7 


270 


.5 


38 


.2 


1000 


8 


us - 


11 


-266 


- 748A-4664 81 


Sequence 


466481, 




z u 


270 


.5 


38 


.2 


2506 


6 


us - 


10 


-505 


-928 -4 94 


Sequence 


4 94, App 




9 1 

Z A. 


268 


.5 


37 


. 9 


991 


8 


us - 


11 


-266 


- 74 8A- 12 91 


Sequence 


1291, Ap 




9 9 

Z Z 


265 


.5 


37 


. 5 


2395 


8 




11 


-266 


-74 8A-56243 


Sequence 


56243, A 




9 1 
z o 


264 


.5 


37 


. 4 


663 


8 


us - 


11 


-266 


-748A-41992 


Sequence 


41992, A 


C 


9 4 
Z *± 


257 


.5 


36 


.4 


671 


8 




11 


-266 


-748A-2 10109 


Sequence 


210109, 




9 ^ 
Z 3 


257 


.5 


36 


.4 


671 


8 


us - 


11 


-266 


-748A-2343 94 


Sequence 


234394, 




z o 


254 


.5 


35 


.9 


4443 


8 




11 


-266 


-74 8A-29582 


Sequence 


29582, A 




9 7 
z / 


254 


.5 


35 


. 9 


4443 


8 


us - 


11 


-266 


-748A-57116 


Sequence 


57116, A 




Z O 


243 


.5 


34 


.4 


1000 


8 


TTO _ 


1 1 

X X 


-966 

two 


-748A-988836 


Sequence 


288836, 


c 


9 Q 

z y 


243 


.5 


34 


.4 


1000 


8 


TTO _ 
{J o 


1 1 

X X 


-966 


-748A-340265 


Sequence 


340265, 




i n 
J u 


243 


.5 


34 


.4 


1295 


8 




11 


-2 66 


-74 8A- 89797 


Sequence 


82727, A 






243 


.5 


34 


.4 


1295 


8 




1 1 

X X 


-9 66 

£t D O 


- 74 8 A- 111414 


Sequence 


111414, 


c 


J z 


243 


.5 


34 


.4 


1295 


8 




X X 


-266 


-74 8A- 13 553 8 


Sequence 


135538, 




33 


243 


. 5 


34 


.4 


1377 


8 


us- 


11 


-296 


-092-41 


Sequence 


41, Appl 




34 


243 


.5 


34 


.4 


1377 


8 


us- 


11 


-296 


-155-41 


Sequence 


41, Appl 




35 


220 


31 


. 1 


1000 


8 


us- 


11 


-266 


-748A-398150 


Sequence 


398150, 


C 


36 


220 


31 


. 1 


1000 


8 


us- 


11 


-266 


-748A-469196 


Sequence 


469196, 


c 


37 


219 


30 


. 9 


924 


8 


us- 


11 


-266 


-748A-162394 


Sequence 


162394, 




38 


219 


30 


. 9 


1000 


8 


us- 


•11 


-266 


-748A-293186 


Sequence 


293186, 


c 


39 


219 


30 


. 9 


1000 


8 


us- 


•11 


-266 


-748A-344615 


Sequence 


344615, 




40 


219 


30 


.9 


1162 


8 


us- 


11 


-266 


-748A-254713 


Sequence 


254713, 


c 


41 


219 


30 


.9 


1162 


8 


us- 


-11 


-266 


-748A-315230 


Sequence 


315230, 




42 


219 


30 


.9 


1170 


8 


us- 


■11 


-266 


-748A-4431 


Sequence 


4431, Ap 




43 


219 


30 


. 9 


1191 


8 


us- 


•11 


-266 


-748A-76196 


Sequence 


76196, A 


c 


44 


219 


30 


.9 


1191 


8 


us- 


•11 


-266 


-748A-129007 


Sequence 


129007, 




45 


214 


30 


.2 


547 


8 


us- 


•11 


-266 


-748A-358887 


Sequence 


358887, 



ALIGNMENTS 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: August 11 , 2006, 08:23:37 ; 



Search time 50 Seconds 
(without alignments) 
227.580 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched : 



US-10-072-159-11 
708 

1 FSVGLETYVTIPNMPIRFTK YADNDNDSTFTGFLLYHDTN 130 

BLOSUM62 

Gapop 10.0 , Gapext 0.5 



650591 seqs, 87530628 residues 
Total number of hits satisfying chosen parameters: 



650591 



Minimum DB seq length: 
Maximum DB seq length: 



2000000000 



Post-processing : 



Database 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

Issued Patents AA : * 



/EMC_Celerra_SIDS3/ptodata/2/iaa/5_C0MB.pep : * 
/EMC_Celerra_SIDS3/ptodata/2/iaa/6_C0MB.pep : * 
/EMC_Celerra_SIDS3/ptodata/2/iaa/7_COMB.pep: * 
/EMC_Celerra_SIDS3/ptodata/2/iaa/H_COMB.pep: * 
/EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_COMB.pep: 
/EMC_Celerra_SIDS3 /ptodata/ 2 / iaa/RE_COMB . pep : * 
/EMC_Celerra_SIDS3/ptodata/2/iaa/backf ilesl . pep : 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 








Description 




1 


708 


100.0 


130 


2 


US- 


09 


-485 


-316A-11 


Sequence 


11, 


Appl 


2 


708 


100.0 


130 


2 


US- 


10 


-060 


-845-11 


Sequence 


11, 


Appl 


3 


708 


100.0 


231 


2 


US- 


09 


-530 


-423-2 


Sequence 


2, 


Appli 


4 


708 


100.0 


244 


1 


US- 


08 


-463 


-911-7 


Sequence 


7 , 


Appli 


5 


708 


100.0 


244 


2 


US- 


09 


-140 


-804-3 


Sequence 


3, 


Appli 


6 


708 


100.0 


244 


2 


US- 


09 


-336 


-536-20 


Sequence 


20, 


Appl 


7 


708 


100.0 


244 


2 


US- 


09 


-530 


-423-1 


Sequence 


1, 


Appli 


8 


708 


100.0 


244 


2 


US- 


09 


-686 


-838B-3 


Sequence 


3, 


Appli 


9 


708 


100.0 


244 


2 


US- 


09 


-911 


-176B-48 


Sequence 


48, 


Appl 


10 


708 


100.0 


244 


2 


US- 


09 


-552 


-225A-3 


Sequence 


3, 


Appli 



11 


708 


100 


. 0 


244 


2 


US- 


09 


-619 


-740-51 


Sequence 


51, 


AddI 


12 


708 


100 


, 0 


244 


2 


US- 


09 


-776 


-976-6 


Sequence 


6 , 


Appl i 


13 


708 


100 


. 0 


244 


2 


US- 


09 


-909 


-547-6 


Secruence 


6, 


ADDli 


14 


708 


100 


. 0 


244 


2 


us- 


09 


-569 


-852B-6 


Sequence 


6 f 


ADDli 


15 


708 


100 


. 0 


244 


2 


us- 


09 


-552 


-204A-3 


Sequence 




Appl i 


16 


708 


100 


. 0 


244 


2 


us- 


10 


-621 


-787-3 


Sequence 


3 , 


AddH 

"r r **■ 


17 


708 


100 


. 0 


244 


2 


us- 


10 


-231 


-814-6 


Sequence 


6 , 


ADDli 


18 


708 


100 


. 0 


244 


2 


us- 


10 


-285 


-833-6 


Sequence 


6 , 


Appli 


19 


655 


92 


. 5 


130 


2 


US- 


09 


-485 


-316A- 13 


Secruence 


13 . 


AddI 

"rr x 


20 


655 


92 


. 5 


130 


2 


US- 


10 


-060 


-845-13 


Secruence 


13 . 


AddI 

rr 


21 


655 


92 


. 5 


247 


1 


us - 


08 


-463 


-911-2 


Secruence 


2 , 


Appl i 


22 


655 


92 


. 5 


247 


2 


US - 


09 


-140 


-804 -8 


Secruence 


8 . 


Appl i 


23 


655 


92 


. 5 


247 


2 


us - 


09 


-118 


-408-3 


Seouence 


3 . 


Appl i 


24 


655 


92 


. 5 


247 


2 


us - 


09 


-506 


-855-3 


Sequence 


3 , 


ADDli 


25 


655 


92 


. 5 


247 


2 


us - 


09 


-686 


-838B-8 


Sequence 


8 , 


AddH 


26 


655 


92 


. 5 


247 


2 


us - 


09 


-911 


-176B-3 


Sequence 


3 , 


ADDli 


27 


655 


92 


. 5 


247 


2 


US- 


09 


-619 


-740-3 


Sequence 


3 , 


ADDli 


28 


655 


92 


. 5 


247 


2 


us - 


09 


-776 


-976-4 


Sequence 


4 , 


Appli 


29 


655 


92 


. 5 


247 


2 


us- 


09 


-506 


-852-3 


Sequence 


3 . 


ADDli 


30 


655 


92 


. 5 


247 


2 


us - 


09 


-909 


-547-4 


Sequence 


4 , 


Appli 


31 


655 


92 


. 5 


247 


2 


us - 


10 


-392 


-706-3 


Sequence 


3 a 


ADDli 

"rr* 


32 


655 


92 


. 5 


247 


2 


us - 


10 


-231 


-814 -4 


Sequence 


4 , 


Appli 


33 


655 


92 


. 5 


247 


2 


us - 


10 


-285 


-833-4 


Sequence 


4 , 


ADDli 
"rr ""^ 


34 


645 


91 


, i 


130 


2 


us - 


09 


-485 


-316A-12 


Sequence 


12 . 


AddI 

"r r - L - 




O 1 -J 


91 


m i 


130 


2 


US - 


10 


-060 


-845-12 


Secrupnre 


12 


AddI 

r r 


36 


645 


91 


, i 


247 


2 


us - 


09 


-776 


-976-2 


Secruence 


2 . 


Appl i 


37 


64 5 


91 


. i 


247 


2 


us - 


09 


- 909 


-547-2 


Secruence 


2 . 


AddI i 

"rr x 


3 8 


64 5 


91 


, i 


24 7 


2 


us - 


10 


-231 


-814-2 


Secruence 


2, 


Appli 


39 


645 


91 


. l 


247 


2 


us - 


10 


-285 


-833-2 


Sequence 


2, 


Appli 


40 


287.5 


40 


.6 


680 


2 


us- 


09 


-949 


-001-15 


Sequence 


15, 


Appl 


41 


287 .5 


40 


. 6 


680 


2 


us- 


09 


-949 


-001-20 


Sequence 


20, 


Appl 


42 


280.5 


39 


. 6 


161 


2 


us- 


09 


-415 


-551-3 


Sequence 


3, 


Appli 


43 


280.5 


39 


.6 


161 


2 


us- 


09 


-975 


-607A-3 


Sequence 


3, 


Appli 


44 


270.5 


38 


.2 


744 


2 


us- 


09 


-949 


-016-9607 


Sequence 


9607, Ap 


45 


266.5 


37 


.6 


285 


2 


us- 


09 


-312 


-283C-382 


Sequence 


3 82, App 



ALIGNMENTS 



RESULT 1 

US-09-485-316A-11 

; Sequence 11, Application US/09485316A 
; Patent No. 6344441 
; GENERAL INFORMATION: 

APPLICANT: Bihain, Bernard 
; APPLICANT: Bougueleret, Lydie 
; APPLICANT: Yen- Pot in, Frances 

TITLE OF INVENTION: Lipoprotein-regulating medicaments 
; FILE REFERENCE: GENSET . 03 6APC 
; CURRENT APPLICATION NUMBER: US/09/485 , 3 16A 
; CURRENT FILING DATE: 2000-02-04 
; PRIOR APPLICATION NUMBER: FR 97/10088 
; PRIOR FILING DATE: 1997-08-06 

PRIOR APPLICATION NUMBER: FR 98/05032 
; PRIOR FILING DATE: 1998-04-22 
; PRIOR APPLICATION NUMBER: PCT IB98/01256 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 

Run on: August 11, 2006, 08:35:41 ; Search time 33 Seconds 

(without al ignments ) 
265.169 Million cell updates/sec 

Title: US -10 -072 -159-11 

Perfect score: 708 

Sequence: 1 FSVGLETYVTI PNMPIRFTK YADNDNDSTFTGFLLYHDTN 130 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



239914 seqs, 67312017 residues 



Total number of hits satisfying chosen parameters: 239914 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database 



Published_Applications_AA_New: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_NEW_PUB . pep : * 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US06_NEW_PUB . pep : * 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_NEW__PUB.pep:* 

4 : / EMC_Ce lerra_S IDS 3 /p t oda t a/ 2 /pubpaa/US 0 8_NEW_PUB . pep : * 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/PCT_NEW_PUB .pep : * 

6 : /EMC_Celerra_SIDS3 /ptodata/2/pubpaa/US10_NEW_PUB . pep : * 

7 : /EMC_Celerra_SIDS3 /ptodata/2/pubpaa/USll_NEW_PUB . pep : * 

8 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US60_NEW_PUB.pep:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 



1 


708 


100 


0 


244 


6 


US-10-514 


-715 


-2 


Sequence 


2, 


Appli 


2 


708 


100 


0 


244 


7 


US-11-297 


-169 


-2 


Sequence 


2, 


Appli 


3 


708 


100 


0 


244 


7 


US-11-390 


-954 


-6 


Sequence 


6, 


Appli 


4 


707 


99 


9 


243 


7 


US-11-297 


-169 


-3 


Sequence 


3, 


Appli 


5 


661 


93 


4 


244 


7 


US-11-297 


-169 


-5 


Sequence 


5, 


Appli 


6 


655 


92 


5 


247 


6 


US-10-514 


-715 


-4 


Sequence 


4, 


Appli 


7 


655 


92 


5 


247 


7 


US-11-297 


-169 


-4 


Sequence 


4, 


Appli 


8 


633 


89 


4 


244 


7 


US-11-297 


-169 


-6 


Sequence 


6, 


Appli 


9 


615 


86 


9 


240 


7 


US-11-297 


-169 


-7 


Sequence 


7, 


Appli 



10 


287 


. 5 


40 


. 6 


680 


7 


us- 


11 


-226 


-554-83 


Sequence 


83, Appl 


11 


287 


. 5 


40 


. 6 


680 


7 


us- 


11 


-248 


-718-83 


Sequence 


83, Appl 


12 


270 


. 5 


38 


. 2 


744 


6 


us- 


10 


-505 


-928-493 


Sequence 


4 93, Add 


13 


243 


. 5 


34 


. 4 


243 


7 


us- 


11 


-296 


-092-42 


Sequence 


42, Appl 


14 


243 


. 5 


34 


. 4 


243 


7 


us - 


11 


-296 


-155-42 


Sequence 


4 2 , App 1 


15 


179 


. 5 


25 


. 4 


281 


7 


us- 


11 


-296 


-092-78 


Sequence 


78, Appl 


16 


179 


. 5 


25 


. 4 


281 


7 


us- 


11 


-296 


-155-78 


Sequence 


78, Appl 


17 


156 


. 5 


22 


. 1 


259 


6 


us- 


10 


-196 


-749-62 


Sequence 


62 , Appl 


18 


118 


. 5 


16 


. 7 


205 


6 


us- 


10 


-196 


-749-334 


Sequence 


334, App 


19 


98 


. 5 


13 


. 9 


316 


7 


us- 


11 


-147 


-397-42 


Sequence 


4 2 , Add 1 


20 


98 


. 5 


13 


. 9 


322 


7 


us- 


11 


-147 


-397-39 


Sequence 


39, Appl 


21 


98 


. 5 


13 


. 9 


350 


7 


us- 


11 


-147 


-397-41 


Sequence 


41, Appl 


22 




92 


13 


. 0 


1904 


6 


us- 


10 


-537 


-642-1 


Sequence 


1, Appli 


23 




86 


12 


. i 


15 


7 


us- 


11 


-147 


-397-29 


Sequence 


29, Appl 


24 




74 


10 


. 5 


370 


6 


us- 


10 


-953 


-349-16808 


Sequence 


16808, A 


25 




74 


10 


. 5 


370 


7 


us- 


11 


-056 


-355B-53965 


Sequence 


53965, A 


26 




74 


10 


. 5 


387 


6 


us- 


10 


-953 


-349-16807 


Sequence 


16807, A 


27 




74 


10 


. 5 


387 


7 


us- 


11 


-056 


-355B-53964 


Sequence 


53964, A 


28 


71 


. 5 


10 


. i 


183 


6 


us- 


10 


-528 


-104-2 


Sequence 


2, Appli 


2 9 


69 


. 5 


9 


. 8 


1160 


7 


US- 


11 


-192 


-046-250 


Sequence 


2 50, App 


3 0 


67 


. 5 


9 


. 5 


188 


6 


us- 


10 


-953 


-349-10085 


Sequence 


10085, A 


3 1 


67 


. 5 


9 


. 5 


234 




us - 


10 


-953 


-349-10084 


Sequence 


10084, A 




67 


t 5 


9 


. 5 


2 94 




us - 


10 


- 953 


-349-10083 


Sequence 


10083, A 


33 


67 


, 5 


9 


. 5 


552 


6 


us - 


10 


-509 


-131-50 


Sequence 


50, Appl 


^4 


67 


c; 


Q 

-7 


♦ ~j 


563 




us - 


10 


-509 


-131-40 


Sequence 


4 0 , App 1 






67 


9 


. 5 


362 


7 


us- 


11 


-330 


-403-18262 


Sequence 


18262, A 


J D 


66 


• — > 


Q 


t 4 


555 


7 


us - 


11 


-330 


-403-4956 


Sequence 


4956, Ap 


^7 
o / 


66 




9 


m 4 


2516 


7 


US- 


11 


-070 


-573-25 


Sequence 


25, Appl 


J o 






9 


. 3 


216 


7 


us- 


11 


-056 


-355B-64569 


Sequence 


64569, A 






66 


9 


t 3 


262 


7 


us- 


11 


-056 


-355B-64568 


Sequence 


64568, A 


40 


65 


.5 


9 


.3 


663 


7 


us- 


.11 


-056 


-355B-80630 


Sequence 


80630, A 


41 


65 


.5 


9 


.3 


666 


7 


us- 


11 


-056 


-355B-80629 


Sequence 


80629, A 


42 


65 


. 5 


9 


. 3 


670 


7 


us- 


11 


-056 


-355B-80628 


Sequence 


80628, A 


43 


65 


. 5 


9 


.3 


2133 


6 


us- 


10 


-537 


-642-9 


Sequence 


9, Appli 


44 


64 


.5 


9 


. 1 


549 


7 


us- 


11 


-330 


-403-8094 


Sequence 


8094, Ap 


45 




64 


9 


.0 


293 


6 


us- 


10 


-449 


-902-52122 


Sequence 


52122, A 



ALIGNMENTS 



RESULT 1 
US-10-514-715-2 

Sequence 2, Application US/10514715 
Publication No. US20060166873A1 
GENERAL INFORMATION: 
APPLICANT: KADOWAKI , TAKASHI 
APPLICANT: YAMAUCHI, TOSHIMASA 
APPLICANT: KUBOTA, NAOTO 
APPLICANT: TERAUCHI, YASUO 
APPLICANT: KUBOTA, TETSUYA 
APPLICANT: NODA, TETSUO 
APPLICANT: NAGAI , RYOZO 
APPLICANT: IMAI , YASUSHI 

TITLE OF INVENTION: PREVENTIVE/REMEDY FOR ARTERIOSCLEROSIS 
FILE REFERENCE: 262193US0PCT 
CURRENT APPLICATION NUMBER: US/ 10/514 , 715 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 



Run on: 



August 11, 2006, 22:41:25 



Search time 55.125 Seconds 
(without alignments) 
458.231 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-072-159 
16 

1 XXFXGXLXX 9 



2 



Scoring table: 



BLOSUM62 



Xgapop 10.0 , 

Ygapop 10.0 , 

Fgapop 6.0 , 

Delop 6.0 , 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



1403666 seqs, 



935554401 residues 



Total number of hits satisfying chosen parameters: 



2807332 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 

Command line parameters: 

- MODEL = f r ame +_p 2 n . mode 1 - DE V=x 1 h 

-Q=/abss/ABSSWEB_spool/US10072159/runat_10082 006_161645__2 3 320/app_query. fasta_l 
-DB=Issued_Patents_NA -QFMT=fastap -SUFFIX=p2n . mi -MINMATCH=0 . 1 -LOOPCL=0 
-LOOPEXT=0 -UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS =human4 0 . cdi 
-LIST=1000 -DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=100 
-M0DE=L0CAL -OUTFMT=pto -N0RM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 
-HOST=abss08 -USER=US1007215 9js>CGN_l_l_2 52_@runat_10 082 006_16164 5_23 32 0 
-NCPU=6 -ICPU=3 -N0_MMAP -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -L0NGL0G 
-DEV_TIMEOUT=12 0 -WARN_TIMEOUT=3 0 - THREADS =1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAPOP=6 
-FGAPEXT=7 -YGAPOP=10 -YGAPEXT=0.5 -DEL0P=6 -DELEXT=7 

Database : Issued Patents NA:* 



1: /EMC_Celerra_SIDS3/ptodata/2/ina/l_COMB.seq: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/ina/5_COMB. seq: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/ina/6A_COMB. seq: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/ina/6B_COMB. seq: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/ina/7_COMB . seq: * 

6 : /EMC_Celerra_SIDS3/ptodata/2/ina/H_COMB.seq: * 

7 : /EMC_Celerra_SIDS3/ptodata/2/ina/PCTUS_COMB . seq: * 

8 : /EMC_Celerra_SIDS3/ptodata/2/ina/PP_COMB . seq : * 

9 : /EMC_Celerra_SIDS3/ptodata/2/ina/RE_COMB . seq : * 

10 : /EMC_Celerra_SIDS3/ptodata/2/ina/backf ilesl . seq: * 



Pred. No. is the number of results predicted by chance to have a 



score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 





No . 


Score 


Match Length DB 


ID 


Description 


Q 


1 


16 


100 . 


0 


17 


3 


US- 08 -584 -040-8114 


Sequence 


8114, Ap 




2 


16 


100 . 


0 


17 


3 


US-09-371-772B-38 97 


Sequence 


3897, Ap 




*} 
J 


16 


100 . 


0 


17 


3 


US- 09-685 -664B-3897 


Sequence 


3897, Ap 


r- 
\- 


4 


16 


100 . 


0 


17 


5 


US-10-138-674B-3897 


Sequence 


3897, Ap 


/-> 
V- 


c 


X o 


100 . 


0 


18 


2 


US -08 -379 -08 IB- 1 

UO W {J J> I ZS V U XL) X 


Sequence 


1, Appli 




O 


X v 


100. 


0 


18 


2 


US - 08-379-08 IB -2 


Sequence 


2, Appli 


V- 


7 


X o 


100. 


0 


18 


2 


US - 08-379-08 IB -3 


Sequence 


3, Appli 




Q 
o 


16 


100 . 


0 


18 


2 


US -08-379-08 IB -4 


Sequence 


4, Appli 


c 


Q 

Z/ 


16 


100. 


0 


18 


2 


US -08-379-08 IB -5 


Sequence 


5, Appli 


c 

\~ 


1 0 

J. V 


1 6 

X o 


100. 


0 


18 


2 


US -08-379-08 IB -6 


Sequence 


6, Appli 


r* 
v- 


J. -L 


X vj 


100. 


0 


18 


2 


US - 08-379-08 IB -7 


Sequence 


7, Appli 


V— 


X 


X o 


100 . 


0 


18 


2 


US - 08-379-08 IB -8 


Sequence 


8, Appli 


c 


1 7 

X J 


X D 


100. 


0 


18 


2 


US -08-379-08 IB -9 


Sequence 


9, Appli 


/-I 

c. 


1 4 


X D 


100. 


0 


18 


2 


US -08 -379-08 IB -10 


Sequence 


10, Appl 


c 


1 ^ 
X 3 


X D 


100. 


0 


18 


2 


US - 08-379-08 IB -11 


Sequence 


11, Appl 


c 


X O 


X o 


100 . 


0 


18 


2 


11^-08-379-0816-12 


Sequence 


12, Appl 


c 


1 7 


X D 


100 . 


0 


18 


2 


US - 08-379-08 IB -13 


Sequence 


13, Appl 


c 


X o 


X D 


100 . 


0 


18 


2 


US- OS - 379 - 08 IB- 14 


Sequence 


14, Appl 


c 




X D 


100 . 


0 


18 


2 


US- 08 -3 79 -08 IB- 15 


Sequence 


15, Appl 


c 


z u 


X o 


100. 


0 


18 


2 


US- 08 -3 79 -08 IB- 16 


Sequence 


16, Appl 


c 


Z X 


X D 


100. 


, 0 


18 


2 


TTS-0R-37 9-081B- 17 


Sequence 


17, Appl 


c 


Z z 


X D 


100. 


.0 


18 


2 


US- OR - 379-081B-18 


Sequence 


18, Appl 


c 


Z J 


X D 


100. 


,0 


18 


2 


US- 08 -3 79- 08 IB- 19 


Sequence 


19, Appl 


c 


Z4 


1 d 

lo 


100. 


, 0 


18 


2 


TTS-0fi-379-081B-2 0 

UO ^ 1 y VOID 


Sequence 


20, Appl 


c 


ZD 


lo 


100. 


. 0 


18 


2 


US- 0ft -379-078-1 


Sequence 


1, Appli 


c 


Z O 


ID 


100, 


. 0 


18 


2 


US- 08 - 379-078-2 


Sequence 


2, Appli 


c 


Z / 


ID 


100, 


.0 


18 


2 


TTS -Oft - 37 9-078 - 3 

L/O WO J f y W/O J 


Sequence 


3, Appli 


c 


") o 

z o 


1 D 


100 , 


. 0 


18 


2 


TTS - Oft -379-078-4 


Sequence 


4, Appli 


c 


z y 


lb 


100 


. 0 


18 


2 


TTS-0R-379-07R-5 

UO WO J / -7 w/o —* 


Sequence 


5, Appli 


c 


z> U 


1 c 


100 


. 0 


18 


2 


TTS -Oft - 3 79-078 - 6 

VJ O WO ZJ 1 Z7 W/O W 


Sequence 


6, Appli 


c 


O 1 


X D 


100 


. 0 


18 


2 


TTS - Ofi-379-078-7 

UO WO J / J w/o / 


Sequence 


7, Appli 


c 


J Z 


lo 


100 


. 0 


18 


2 


TTS - Oft-379-078-8 

vJO WO Zi 1 ZJ w/o o 


Sequence 


8, Appli 


c 


J J 


ID 


100 


.0 


18 


2 


TTS -OR -37 9 -078 -9 

UO WO Z) 1 Z7 W/O -7 


Sequence 


9, Appli 


c 


J 4 


Id 


100 


.0 


18 


2 


TTS - Oft-379-078-10 

UO WO Zj 1 Zs w/o xw 


Sequence 


10, Appl 


c 


3 5 


XO 


100 


. 0 


18 


2 


TTS - 0ft-"*79-07ft-1 1 

UO UO O/-7 W/O XX 


Sequence 


11, Appl 


c 


3 6 


xo 


100 


. 0 


18 


2 


TTS-0R-3 7Q-07R-1 2 

UO UO Z> 1 Zs W/O x^ 


Sequence 


12, Appl 


c 


-j <-j 
37 


lb 


100 


.0 


18 


2 


TTS - 0fl-*^7Q-07R-1 3 

UO vO O/-? W/O XO 


Sequence 


13, Appl 


c 


38 


16 


100 


.0 


18 


2 


US-08-379-078-14 


Sequence 


14, Appl 


c 


39 


16 


100 


.0 


18 


2 


US-08-379-078-15 


Sequence 


15, Appl 


c 


40 


16 


100 


. 0 


18 


2 


US-08-379-078-16 


Sequence 


16, Appl 


c 


41 


16 


100 


.0 


18 


2 


US-08-379-078-17 


Sequence 


17, Appl 


c 


42 


16 


100 


. 0 


18 


2 


US-08-379-078-18 


Sequence 


18, Appl 


c 


43 


16 


100 


.0 


18 


2 


US-08-379-078-19 


Sequence 


19, Appl 


c 


44 


16 


100 


. 0 


18 


2 


US-08-379-078-20 


Sequence 


20, Appl 




45 


16 


100 


. 0 


18 


3 


US-09-454-704A-1 


Sequence 


1, Appli 


c 


46 


16 


100 


.0 


18 


3 


US-09-454-704A-3 


Sequence 


3, Appli 




47 


16 


100 


.0 


18 


3 


US-09-454-704A-5 


Sequence 


5, Appli 




48 


16 


100 


.0 


18 


3 


US-09-454-704A-6 


Sequence 


6, Appli 




49 


16 


100 


.0 


18 


3 


US-09-454-704A-11 


Sequence 


11, Appl 



GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM protein - protein search, using sw model 
Run on: August 11, 2006, 08:01:40 ; 



Search time 10.125 Seconds 
(without alignments) 
77.805 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched : 



US-10-072-159-2 
16 

1 XXFXGXLXX 9 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 



650591 seqs, 87530628 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 1000 summaries 



650591 



Database 



Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3 

2 : /EMC_Celerra_SIDS3 

3 : /EMC_Celerra_SIDS3 

4 : /EMC_Celerra_SIDS3 

5 : /EMC_Celerra_SIDS3 

6 : /EMC_Celerra_SIDS3 

7: /EMC Celerra_SIDS3 



/ptodata/2 / iaa/ 5_COMB . pep : * 
/ptodata/2/iaa/6_COMB .pep : * 
/ptodata/2/iaa/7_COMB . pep : * 
/ptodata/2/iaa/H_C0MB . pep : * 
/ptodata/2/iaa/PCTUS_COMB.pep: * 
/ptodata/2/iaa/RE_COMB.pep: * 
/ptodata/2/iaa/backf ilesl . pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 

Match Length DB 


ID 




Description 




1 


16 


100 


0 


15 


1 


US-08-056-200 


-22 


Sequence 


22, 


Appl 


2 


16 


100 


0 


15 


1 


US-08-800-644 


-22 


Sequence 


22, 


Appl 


3 


16 


100 


0 


16 


2 


US-10-158-847 


-48 


Sequence 


48, 


Appl 


4 


16 


100 


0 


16 


2 


US-10-158-825 


-48 


Sequence 


48, 


Appl 


5 


16 


100 


0 


23 


1 


US-08-056-200 


-57 


Sequence 


57, 


Appl 


6 


16 


100 


0 


23 


1 


US-08-056-200 


-58 


Sequence 


58, 


Appl 


7 


16 


100 


0 


23 


1 


US-08-056-200 


-59 


Sequence 


59, 


Appl 


8 


16 


100 


0 


23 


1 


US-08-800-644 


-57 


Sequence 


57, 


Appl 


9 


16 


100 


0 


23 


1 


US-08-800-644 


-58 


Sequence 


58, 


Appl 


10 


16 


100 


0 


23 


1 


US-08-800-644 


-59 


Sequence 


59, 


Appl 



11 


16 


100 . 


o 


24 


2 


US -10-158 


-847-18 


Secruence 

W w \^ w 11 w w 


1 8 Ann 1 


12 


16 


100 . 


o 


24 


2 


US -10-158 


-825-18 


SeCTiience 

w w\^uvli\. w 


1 8 Ann 1 


13 


16 


100 . 


o 


28 


1 


US -08 -451 


-240-26 


Secfupnr"^ 


2 6 Ann 1 


14 


16 


100 . 


o 


28 


1 


US -08 -451 


-240-36 


w v_ Ut.ii.Vjt. 


3 6 Ann 1 

WW; X 


15 


16 


100 . 


o 


28 


1 


US -08 -451 


-240-37 


SecruPTipp 

W w VJ W 11 w w 


3 7 Ann 1 


16 


16 


100 . 


o 


28 


1 


US -08 -470 


-846A-28 


Seorupncf* 

W VfUU^llV w 


2 8 Ann 1 


17 


16 


100 . 


o 


28 


1 


US-08-470 


-846A-33 


Seauence 


3 3 Add 1 


18 


16 


100 . 


o 


28 


2 


US-09-154 


-390-28 


Secnience 4 

<J V* VJ U. W 1 X Vp*- V» 


2 8 Ann 1 

£■ w / fiU J. 


19 


16 


100 . 


o 


28 


2 


US-09-154 


-390-40 


Spmipnr'G 

w CvjUCllvv 


4 0 Ann 1 


20 


16 


100 . 


o 


28 


2 


US-09-154 


-390-41 


W w UtilVft 


4 1 Ann 1 


21 


16 


100 . 


o 


28 


5 


PCT-US94 - 


12591-26 


w w V^U w 11 w W 


2 6 Ann 1 


22 


16 


100 . 


o 


2 8 


5 


PCT-US94 - 


12591-36 


Secruence 

w w Ul^UV,v_ 


3 6 Ann 1 


23 


16 


100 . 


o 


28 


5 


PCT-US94 - 


12591-37 


Seauence 

W w VJ^ VA w 11 w W 


3 7 Add 1 


24 


16 


100 . 


o 


32 


2 


US - 0 9 - 563 


-222C- 131 


S e m lpnrp 


131 Ann 


2 5 


l 6 


i on 


U 


4 9 


2 


no - 0 9 - 902 


-540-13557 


OCLjUCULC 


13 5 57 A 


26 


16 


100 . 


o 


43 


2 


US -09-202 


-316-12 


Secfuence 

W w vJ M w 11 w w 


12 AddI 


27 


16 


100 . 


o 


44 


1 


US - 0 8 - 0 7 8 

ww V vJ V/ » w 


-683A- 7 


W w UCilV^C 


7 Ann! "i 


28 


16 


100 . 


o 


44 


2 


US - 0 8 - 4 7 1 


-970A-7 


Secmence 


7 Annl i 


29 


16 


100 . 


o 


44 


2 


US-09-723 


-677B-7 


w w V^ Ul w 1 1 w W 


7 Annl i 


30 


16 


100 . 


o 


51 


2 


US - 0 9 - 5 1 3 

ww V w -L W 


-999C-7056 


fiemienre 

w w VJ Util^t 


7 05 6 An 


31 


16 


100 . 


o 


61 


2 


US -09 -270 


-767-60396 


W w V^ UCHV.C 


60396 A 


32 


16 


100 . 


o 


64 


1 


US -08-765 


-179B-23 


Secfuence 

W w VJ^ VA w 11 w w 


23 AddI 


33 


1 6 

X \J 


100 . 


o 


64 


2 


US -09 -270 


-767-57045 




57045, A 


34 


16 


100 . 


o 


65 


2 


US-09- 197 


-636-6 


Rpfiiipnrp 

W W VJ Vi W 11 W W 


6 Annl i 


35 


16 


100 . 


o 


65 


2 


US - 0 9 - 2 5 5 

w w V/ J* ^ w w 


-451-9 


w w VJ UtHv<C 


9 Annl i 


3 6 


1 6 


i no 

x u u . 


u 


6 5 
\j w 


2 


TI^ -09-67^ 

w w U ^ O / J 


-3 95A- 337 


C a m ipnrp 


3 3 7 Ann 


3 7 


X D 


i on 


u 


6 5 


2 


ttc - 09 - 67"^ 

U w U ^ \j 1 o 


- 3 95A- 5 98 


C a (Ti ipnpp 


5 98 Ann 


3 8 


X u 


100 . 


o 


65 


2 


US -09-978 

w w U J 1 \J 


-303-9 


fi e fri ipnrp 

IjCV^UCllVyC 


9 Ann! i 


3 9 


X u 


100 . 


o 


66 


2 


US -09-205 

ww U ^ U w 


-258 - 962 


S p m iprrp 

w Cv^UCliL w 


962 Ann 


4 0 
*± u 


X D 


TOO 


o 

U 


u u 


2 


US - 1 0 - 004 

ww X U V U 1 


- 860 - 962 

O U U J U a 


S p m lpripp 


962 Ann 


41 


16 


100 . 


o 


68 


2 


US-09 -32 8 


-352-7346 


Spfiuence 

W v — VJ UtltO t 


7 34 6 Ad 


42 


16 


100 . 


o 


68 


2 


US-09 -32 8 

ww U ^ J a O 


-352-7697 


S p m i pnrp 


7 697 An 

/ vj / , rip 


43 


16 


100 . 


o 


72 


2 


US -09 -5 13 

w W \J ^ w ^ w 


-999C-6966 


Spnii pti r*p 

uCv^UCllt.C 


6 966 An 

vj J' vj vj , ".r' 


44 


16 


100 . 


o 


73 


2 


US - 09 - 05 0 


- 861B- 5 




5 Ann! i 


4 5 


1 6 

X VJ 


1 00 

1 vU . 


U 


73 


2 


US - 0 9 - 6 5 1 

w w W V U J 1 


- 1 50R- 5 


fiprriipnrp 


5 Annl i 


46 


1 6 
X Q 


1 00 

X U U • 


o 


7 5 


^ 


ITS- 08 -783 

w O U O / O -J 


-3 95-9 


Cpmi p>7n c» 


2 Annl i 


47 


X VJ 


1 00 

X \J U . 


o 

u 


7 5 


X 


US - 08 - 924 


-838-8 

O J o o 


Rpfnipnrp 

w w v^ ucnt c 


8 Ann! "i 


4 8 


1 6 

X o 


100 

X U U . 


U 


7 5 


o 


ITS -09-71 6 

w w \J J 1 X U 


-19 9-73 

X^ J I w 


SpmiPTlPP 


7 3 Ann 1 


4 9 


1 6 

X o 


TOO 

X U U . 


o 

u 


7 9 


2 


US - 09 - 3 1 1 

UO U -? J X X 


-021-142 


Spmipnpp 


14 2 Ann 


J u 


1 6 

X D 


1 O 0 
X U u . 


u 


8 3 




TTO _ n Q - 1 14 


-001 f-4659 

UUXV_> 1037 




4 6 5 9 An 
"www; "r/ 


5 i 

—> X 


X o 


1 00 


U 


fl 4 


2 


w w U J X J «3 


-93 8R - 5 

£ jOD w 


C p rru p n c P 


5 Annl i 

—j i iiy w x x 


59 


X w 


100 


U 


J 7 £* 


2 


US- 09- 1 34 


- 000P- 3 93 8 

UUUw J -7 J o 


SptTUpnpp 


3 93 8 Ad 


53 
w o 


X VJ 


100 


u 


9 R 


2 


US- 09-21 4 

w w U ^ ^11 


- 0 95D- 4 


S p m lpnrp 


4 Annl i 

i / p X X 


54 


16 


100 . 


n 

U 


9 fl 


2 


US - 0 9 - 9 4 0 

\J w UJ ^ *± U 


-797R-4 


Spcfupnce 

W w VJ UwllVtf C 


4 Ann 1 i 


w -J 


1 6 

X o 


1 00 
x u u . 


n 

u 


99 


1 


US - 0 8 - 6 7 2 

w w U O O / ^ 


- 34 5T- 91 


S p rru pnrp 

w CVjUvllVi w 


91 AddI 

^ JL f kJ kJ X 


56 

w O 


16 


1 00 

X U U . 


o 


99 


2 


US - 0 9 - 2 1 4 


- 095D- 88 


fipcruence 

W w UUCUO w 


8 8 AddI 

WW, J- 


57 


16 


1 00 
ivy . 




99 


2 


US - 0 9 - 2 1 4 

w w U^ ^X*X 


_ 095D- 92 


SpCTiipnce 

w w VJ \J> w XI w w 


92 AddI 


CO 

o o 


l 6 

X o 


1 00 

XUU. 


u 


99 


2 


ttc -09-940 

UO U ^ «7*± U 


-797R- 88 


Qpmipnrp 


8 8 Ann 1 

ww; It 


5 9 

w -/ 


1 6 

X Q 


1 00 


u 


99 


2 


ITS -09- 94 0 

w w U _7 _7*± U 


- 79 7R- 99 




9 2 Ann 1 


D U 


1 6 
X D 


xUU . 


KJ 


ion 




TTQ -flQ-91 A 
uo u y - z xft 




OCvjUCilLC 
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